O'Bryen, Barbara 



From: Switzer, Juliet 

Sent: Friday, December 17, 2004 2:37 PM 

To: O'Bryen, Barbara 

Subject: FW: search request 



see below. 

please search in all nucleic acid prior art databases and return results on disk, 
thanks. 

Original Message 



From: Spencer, Mark 

Sent: Friday, December 17, 2004 2:36 PM 

To: Switzer, Juliet 

Subject: RE: search request 



Juliet, 

Send a search request to the STIC biotech with a note to the searcher to contact me 
to get the CD. I will give the searcher the CD and they will copy and paste the sequence 
into their search system. 

Thanks, 
Mark 

Original Message 



From: Switzer, Juliet 

Sent: Friday, December 17, 2004 2:29 PM 

To: Spencer, Mark 

Subject: search request 



hi mark, 

I need a search of seq id no 1 of 09/925065. The CRFE in the case says to contact you 

because the sequence listing is not in the database. 

thanks. 

Juliet 



i 



RESULT 1 
AB045146 
LOCUS 

definition' 
accession 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



gene 



CDS 



AB045146 27870 bp DNA linear PRI 22-AUG-2000 

Homo sapiens TPMT gene for thiopurine S -methyl transferase, complete 
cds . 

AB045146 

AB04 514 6.1 GI : 87774 68 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (sites) 
Nakamura , Y . 

Genomic structure of Thiopurine S-methltransf erase gene 
Published Only in DataBase (2000) 

2 (bases 1 to 27870) 
Nakamura , Y . 

Direct Submission 

Submitted (23- JUN-2 000) Yusuke Nakamura, Human Genome 
Center , Inst iyute of Medical Science, The University of Tokyo, 
Laboratory of Molecular Medicine; Shirokanedai 4-6-1, Minato-ku, 
Tokyo 108-8639, Japan (E-mail : kumikok@ims . u-tokyo .ac.jp, 
Tel : 81-03-5449-5375, Fax : 81-03-544 9-5406) 

Location/Qualifiers 

1. .27870 

/organism="Homo sapiens" 
/mol_type= "genomic DNA" 
/db_xref = M taxon: 9606" 
/chromosome="6p22 .3" 
/country=" Japan" 

join (6816. .6955,8033. .8125, 12221 . 
16914. .16988,22064. .2214 9,23779. 
/gene="TPMT" 

join (6816. .6955,8033. .8125, 12221 . 
16914. .16988,22064. .22149,23779. 
/gene = "TPMT" 
/ codon_s t a r t = 1 

/product =" thiopurine S -methyl transferase" 
/protein_id="BAA97037. 1" 
/db_xref='*GI : 8777469" 

/ 1 rans 1 a t ion= " MDGTRTSLDI EEYSDTEVQKNQVLTLEEWQDKWVNGKTAFHQEQ 
GHQLLKKHLDTFLKGKSGLRVFFPLCGKAVEMKWFADRGHS VVGVE I SELG I QEFFTE 
QNLSYSEEPITEI PGTKVFKSSSGNISLYCCSI FDLPRTNIGKFDMIWDRGALVAINP 
GDRKCYADTMFSLLGKKFQ YLLCVLS YD PTKH PG P PF YVPHAE I ERLFGKI CN I RCLE 
KVDAFEERHKSWGIDCLFEKLYLLTEK" 



. 12353, 16234 
.23823,25177. 

. 12353, 16234 
.23823,25177 . 



. 16286, 
.25289) 

. 16286, 
.25289) 



ORIGIN 



Query Match 99.5%; 
Best Local Similarity 98.6%; 
Matches 434; Conservative 



Score 437.6; DB 9; 
Pred. No. 5.6e-83; 
6; Mismatches 0; 



Length 27870; 



Indels 



0 ; Gaps 



0; 



Qy 1 CAGAGAGTGTAGTGAGCCAAGATTGTGCCCCTGCACTCCAGCGTGGGTAACAGAGTGAGA 60 

I h I : I I I I I I I h M I I I h I I I I I I I h I I I I i I I I I I I I I I i I I I I I I I M I | | I M 
Db 24 093 CARARAGTGTAGTKAGCCAARATTGTGCCMCTGCACTCCAGCGTGGGTAACAGAGTGAGA 24152 



Qy 



61 CTCCATCTAAAAAAAAAAAACCTATTGTGAACTATTAGTATATTAGTATCTAGAGTATGT 120 



Db 


24153 


Qy 


121 


Db 


24213 


Qy 


181 


Db 


24273 


Qy 


241 


Db 


24333 


Qy 


301 


Db 


24393 


Qy ' 


361 


Db 


24453 


Qy 


421 


Db 


24513 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 Ml I II II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II I II 1 1 ! 1 1 

CTCCATCTAAAAAAAAAAAACCTATTGTGAACTATTAGTATATTAGTATCTAGAGTATGT 24212 

CTATAAAATTTAAAAGATAAAGACCATTTTATTGAAAGTTGTTTTATCTTAGAAAAGGAA 180 

I I I I I II I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

CTATAAAATTTAAAAGATAAAGACCATTTTATTGAAAGTTGTTTTATCTTAGAAAAGGAA 24272 

CTAATCTCTGTAAATATGCTCTGTRTATATGCTATATGCTCTATGTTAAAGGTATTTGAA 24 0 

lllllllllllllllllllllllhllllllllllllllMIIIIIIIIIIIIIIIIIM 

CTAATCTCTGTAAATATGCTCTGTATATATGCTATATGCTCTATGTTAAAGGTATTTGAA 24332 
CTTTTCTAGAGAGATGGTATATATTTTTTTATTTGTTTATTTTTGAGATAGGATCTTGAT 300 

Mill I II I II II I 1 1 1 II 1 1 1 llllll Mill 1 1 1 1 II II 1 1 1 1 Ml I MM II II 1 1 

CTTTTCTAGAGAGATGGTATATATTTTTTTATTTGTTTATTTTTGAGATAGGATCTTGAT 24392 
CTGTCACCCAGGCTGGAGTACAGAAGTGCAATCACAGCTCACTGCAGCCTCGACCTCCCT 360 

1 1 i 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M i 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 E I 

CTGTCACCCAGGCTGGAGTACAGAAGTGCAATCACAGCTCACTGCAGCCTCGACCTCCCT 244 52 
GGGCACAAGTGATCCTCCCACCTCAGCCTCCCAAGTTTCTGGGACCAGAGGCATGCACCA 42 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

GGGCACAAGTGATCCTCCCACCTCAGCCTCCCAAGTTTCTGGGACCAGAGGCATGCACCA 24 512 

CAATG CTTAG CTAATTTTTC 44 0 

Illlllllllllllllllll 
CAATGCTTAGCTAATTTTTC 24 532 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: December 22, 2004, 03:59:11 ; Search time 3313 Seconds 

(without al ignment s ) 
6280.552 Million cell updates/sec 

Title: US-09-925065A-SEQ1 
Perfect score: 440 

Sequence: 1 cagagagtgtagtgagccaa caatgcttagctaatttttc 44 0 

Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 4526729 seqs, 23644849745 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length-: 0 
Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



9053458 



Database 



GenEmbl : * 



1 




gb_ba : * 


2 




gb_htg : * 


3 




gb_in: * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gb_ph : * 


8 




gb_pl : * 


9 




gb_pr : * 


10: 


gb_ro : * 


11 : 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb__vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 437.6 99.5 27870 9 AB045146 

2 436.4 99.2 147927 9 AL589723 

3 359.6 81.7 170346 2 AC145821 

4 159.8 36.3 185353 9 AL162732 



AB045146 Homo sapi 
AL58 9723 Human DNA 
AC145821 Papio anu 
AL162732. Human DNA 



c 




1 R9 A 


9 4 
Oft 


. y 


1 C4 9 1 Pi 
X O ft j X U 


0 
z 


xb x jb 


APPi 1 ci i;c 

U X b X j b 


rlOltlvj Sapi 


c 


D 


1 J J . T 


9 4 
-5 ft 


. y 


9 PlRft 94 
Z U DO J ft 


q 


nrU U D X _7 j 


HrUUO 13j 


rlCJlllvj bdpi 




7 


1 ^1 


7 4 

j ft 


. j 


1 QA4 1 n 
x y oft x u 


9 
z 


a p n n n ft 9 1 


A PPlPlPlft 9 1 


flvJlllvJ ociJJX 




Q 

O 


14 0 - b 


1 9 
J J 


Q 
. O 


1 q 1 nQC 
X 0 x u 0 0 


Q 


ZiT 1 9991 R 
/\XjX j j Z X j 


AT 1 9991 c: 
AXjX j j Z X j 


flU mail JJ1NA 




Q 
y 


X ft O . b 


7 9 


Q 


91 c: 1 Pi 9 


z 


APfl^ftft9 1 
M.V_ U j O O Z X 


APPl^ft Q9 1 
ALU Do OZ X 


nOlHO Sapi 




i pi 


X ft O . Z 


9 9 
J O 


. / 


9 n 99 9 n 

Z UjZj U 


z 


APPI9 ^ 94 ^ 


APP19C94 C 
ACUZb jft b 


nOinO Sa.pl 




J. X 


X ri O 


7 9 
j J 


. O 


1 4 Q974 
Xrt ?j / *± 


0 
z 


a pfi R 9 R9 n 
>iV_VJ J J JZ U 


APP1R9 R9 Pi 
AV^U J j jZ U 


T_I /^v rYi (-1 —1 t 

nOinO Sapi 




1 9 
X z 


X ft O 


7 9 

j j 


C 
. D 


X f O / Jfr 


q 


Aprift4 01ft 
■rt\_VJ O ft U X 0 


APPift4 Pll Q 
AV_ U O \J X O 


nOmO Sa.pl 


c 


1 9 


14 7 ft 
X fi / . 0 


9 9 


. D 


44 H94 
*± 1 VJZ *± 


q 


API 99qc9 

X j j 3Dj 


API 11QC1 

al 1 j j y b j 


nomO Sapi 




X ft 


14 7 4 
1ft / . 4 


9 9 


c 
. 3 


9 9 no £ 
jj Uz D 


q 

y 


-H.r 1 joo / j 


Ar 1 Dbb / j 


Homo sapi 




1 R 
X O 


14 7 4 
X ft / . ft 


9 9 
j J 


tz 
. J 


1 77ftQ9 
X / / 0 y j 


q 


ZiPPi fi c; nft q 
hlu u j uo y 


APP1P1RP1Q Q 

AL U U D u 0 y 


Homo sapi 




1 

X D 


14 7 
Xft / 


9 9 
j j 


A 
. ft 


1 7 Q9£9 
X / j/Z D Z 


q 


■rt-Lt J J J Jft J 


at 9 RR94 9 
AXjJ j j Jft J 


flUMlan JJiNA 


c 


1 7 
X / 


14 7 
X ft I 


9 9 

J J 


A 
. ft 


1 Q477ft 
X O ft / / O 


z 


apri9 9 c;^ 7 

HLU^ j Db / 


A PPiO O C£l 

AL U Z j j b / 


Homo sapi 




lo 


~\ a a a 

X 4 b . 4 


9 9 
JO 


. J 


1 fl Q Q Q 9 


Q 

y 


/ y iby 


ALU tyloy 


Homo sapi 




1 Q 

i y 


1 /If 0 
14 b - Z 


9 9 
JJ 


O 
. Z 


loft Ol J 


y 


ALUlUbbj 


A PA 1 ACC3 

ALU XUb j J 


Homo sapi 


c 


9 Pi 

z u 


1 4 C 
Xft t) 


9 9 
j J 


. z 


1 7 Q 1 c: c 

j. / y X D j 


y 


AT 1PT7 4Q 
AXjJ J J /ft O 


AT TC^T/I q 

AIjj Dj /4o 


Human ujna 


c 


9 1 
Z X 


X ft o . z 


9 9 

J j 


. u 


1 ft 1 4 
lo 1ft DO 


z 


API 9 7 HQ q 

ALU / uo y 


A H~\ 9 T PlQ Q 


nomo sapi 


c 


9 9 
Z Z 


14c 
X ft 3 


9 9 
J J 


. u 


ft 7 RP17 
0 /jU / 


q 


Api 9 9 nn^ 

HLlji UUb 


API 9 9 P1P1C 
AL X j z U U b 


nomo sapi 




9 9 


14c 
14 j 


9 9 
j J 


A 

. u 


1 4 q 9 c ri 

Xft 0 Z O u 


z 


Zi Pfi ^ Q 4 Q Q 

aludo ft y 0 


APPtCQ.d QQ 

ALUoofl y 0 


riomo sapi 




Z ft 


14 4 Q 
X ft ft . 0 


9 9 
J Z 


. y 


1 7 1 9^4 
X / X jOft 


q 

y 


AT OCQQ/ 4 

/\Xjj d y O ft ft 


AT OCQQ/1 >| 
AIjj D? Oft 4 


TJ, t m —1 —-1 T"YM A 

Human ujna 




9 ^ 
Z D 


14 4 £ 
X ft ft . b 


9 9 
J z 


. y 


1 R 9 Q H 9 


z 


ZiPO R R 79 9 
ALUDO / Z z 


ALUDD /zz 


Homo sapi 




9 

Z D 


14 4 4 


9 9 
j Z 


0 

. 0 


1 ft 9 07ft 
X 0 z u to 


z 


api 4 0.004 
x ft u y uft 


API >1 PlQPM 

AL 1 4 U y U 4 


. Homo sapi 


c 


9 7 
z / 


1 4"1 
Xft J 


9 9 
j Z 


. J 


7ft ft 1 £ 


z 


ApT 4C7C1: 


API /I CTCCT 

AL 14b / j j 


Pan ti*ogl 


c 


9 Q 
Z O 


Xft .3 


9 9 
J Z 


c 
. D 


z u xboy 


z 


AC 1 4 b fl 1 y 


A PI A C A n 0 

AL14 54 ly 


Pan trogl 




9 Q 
Z J 


14 9 £ 
Xft Z „ 0 


9 9 
J Z 


. ft 


1 9 1 9 9 Q 

x j x j z y 


Q 

y 


APrt f\ A Q *7 9 
AL U U ft 0 / j 


ALUU4o 16 


Homo sapi 


c 


9 n 

j u 


14 9 £ 
X ri Z . O 


9 9 
J Z 


yl 
. *± 


1 c: c £T 9 f| 


q 


Den ri n no 7 

00U UUUo / 


QCAPlPlPlQ H 

doUUUUo / 


Pan trogl 


c 


9 i 

J X 


14 9 £ 
X ft Z . O 


9 9 
J z 


. ft 


ID / fr j j 


y 


nee rtPtO a 
ribj UUzft 


AT AT/IOOA 


Human DNA 


L 


9 9 
J z 


14 9 £ 
X ri Z . O 


9 9 
-5 Z 


A 
. rt 


1 9 Q 1 4 

x b j y x ft 


q 


ZiPfl Oft 4 ft 7 
hlu y O ft 0 / 


ALU y o4o / 


Homo sapi 




9 9 
j j 


14 9 £ 
Xft Z . b 


9 9 
J z 


. ft 


1 Q Q 9 1 Q 

lo y j 1 y 


Q 

y 


AT 1 CQ1 CZ A 
ALi 1 D 0 1 D 4 


AT 1 COT tZ/1 
All loo 1 j4 


Human DNA 


c 


J ft 


14 9 £ 
X ft Z . O 


9 9 
-5 Z 


A 
. ft 


9 1 e;cq 1 

j 1 JDOl 


z 


at occoon 
AXjj DDjoU 


AT "3CCOOA 
AIjJ DO JO U 


Homo sapi 


L 


9 R 

J J 


14 9 4 
X *± Z . r± 


9 9 
j z 


. ft 


1 Q ft 9 9 9 
x y O j j j 


q 

-7 


pen pi nnft ft 


OCAPlA AQ D 

obUUU Uo 0 


Fan crogi 


c 


9 £ 


14 9 9 

X rx Z . Z 


9 9 

J Z 


. J 


QQ7H1 
y / U X 


q 
y 


API Pi Q 9 1 Q 
av_ x u y j x y 


apt nooi 0 

ali u y j 1 y 


Homo sapi 




9 7 


14 9 9 
X *± z . z 


9 9 
J z 


. j 


1 D9 0Q7 

X \J J U -7 / 


q 

-7 


AT A A EtA (ZA 
AXjft ft j ft b ft 


AT A A E A C A 
AXj4 4 j 4 b4 


Human ujna 


L 


7 ft 
J o 


14 9 9 
X *± Z ■ z 


9 9 
j Z 


-> 


1 1 ft 4 ft 4 
X X O ft O ft 


q 
y 


A V9 £ Q 9 c: A 
nIZDoj jU 


AVOCOOCA 

Ai^bojbU 


Homo sapi 




39 


142 . 2 


32 


. 3 


135162 


9 


14^4 S 1 R9 1 


AT. 09 9 R99 

r\XJ \J J J J Z Z 


nu it la 11 i^iNrV 




40 


142.2 


32 


.3 


143614 


2 


AC025147 


AC025147 


Homo sapi 




41 


142.2 


32 


.3 


158500 


2 


AL359206 


AL359206 


Homo sapi 




42 


142.2 


32 


.3 


161678 


2 


AC009337 


AC009337 


Homo sapi 




43 


142.2 


32 


.3 


175132 


9 


AC008134 


AC008134 


Homo sapi 




44 


142.2 


32 


.3 


178328 


2 


AC019265 


AC019265 


Homo sapi 




45 


142 .2 


32 


.3 


179375 


2 


AC092971 


AC092971 


Homo sapi 



Run on: 



December 22, 2004, 03:59:06 ; Search time 407 Seconds 

(without alignments) 
5675.050 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 

Scoring table: 



US-09-925065A-SEQ1 
440 

1 cagagagtgtagtgagccaa caatgcttagctaatttttc 440 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4134886 seqs, 2624710521 residues 

Total number of hits satisfying chosen parameters: 



8269772 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -process ing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : N_Geneseq_23Sep04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3 : geneseqn2000s : * 

4: geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8: geneseqn2003as : * 

9 : geneseqn2003bs : * 
10 : geneseqn2 003cs : * 
11: geneseqn2 003ds: * 
12 : geneseqn2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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Result Query 

No. Score Match Length DB ID Description 
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Run on: 



December 22, 2004, 04:17:56 ; Search time 93 Seconds 

(without alignments) 
3362.872 Million cell updates/sec 



Title: US-09-925065A-SEQ1 
Perfect score: 440 

Sequence: 1 cagagagtgtagtgagccaa caatgcttagctaatttttc 440 

Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 824507 seqs, 355394441 residues 

Total number of hits satisfying chosen parameters: 1649014 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : Issued_Patents_NA: * 

1: /cgn2 6/ptodata/l/ ina/5A_COMB . seq : * 

2 : /cgn2_6/ptodata/l/ina/5B__COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



December 22, 2004, 04:18:16 ; Search time 4686 Seconds 

(without alignments) 
518.389 Million cell updates/sec 

US-09-925065A-SEQ1 
440 ^ 

l cagagagtgtagtgagccaa caatgcttagctaatttttc 440 

I DENTI TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4093002 seqs, 2760418825 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



8186004 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database 



Published_Applications_NA: * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB. seq: * 

2 : /cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/l/pubpna/US06_NEW_PUB . seq : * 

4 : /cgn2_6/ptodata/l/pubpna/US06_PUBCOMB. seq: * 

5: /cgn2_6/ptodata/l/pubpna/US07_NEW_PUB. seq: * 

6: /cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB. seq: 

7 : /cgn2_6/ptodata/l/pubpna/US08_NEW_PUB. seq: * 

8 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB. seq: * 

9 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB. seq: 

10 : /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB. seq 

11 : /cgn2_6/ptodata/l/pubpna/US09C_PUBCOMB. seq 

12 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB. seq: 

13 : /cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB. seq 

14 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB. seq 

15 : /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB. seq 

16 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB. seq 

17 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB. seq 

18 : /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB. seq 

19 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB. seq 

20 : /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB. seq 

21 : /cgn2_6/ptodata/l/pubpna/US60_PUBCOMB. seq 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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- UO / 


-192 


-1672 


Sequence 


lb /z , Ap 


V— 


7 1 

O X 


125, 


.8 


9 ft 
Z 0 


fT 
. D 


71 Q£ HP 


X D 


T TC 

Ub 


1 A 

- 1 u 


1 A 7 
- Xft / 


-603 


-1 


PT?\T1?D AT 


1 Mr UKMA1 1 


c 


7 9 
J Z 


125, 


.2 


9 Q 

Z o . 


c 

. D 


9 1 7 7 Q 

z x / j y 


1 7 
X / 


T TC 

Ub 


i n 
- x U 


7/1 1 


-601 


-5713 


Sequence 


5713, Ap 




7 7 
o J 


125, 


.2 


9 ft 
Z o 


c 
. D 


7 7 Q a n 
o i y *± u 


X Z) 


T TC 

Ub 


1 o 
- x u 


7 A Q 
- O 


-073A-12 


Sequence 


, Appl 




74 


125, 


.2 


9ft 

£* O , 


. D 


7 ft n n n 


1 R 
X D 


T TC 

Ub 


-10 
X VJ 


1 7c 

X / j 


-627 


-11 


Sequence 


1 1 , Appl 


V— 


7R 


125 


9ft 


. *± 


J U \J \J u 


1 R 
X D 


T TC 

UO 


-10 

x u 


_ 7£ A 


-505 


-7 


bequence 


7 , Appl i 


r* 

V— 


76 


125 


9ft 

O , 


A 
. rt 


cnnnn 


1 7 
X / 


T TC 
UO 


-10 
x u 


DO X 


-199 


-7 


bequence 


7 , Appl i 


Q 


37 
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.8 


9ft 


_ 4 
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1 R 


Tic; 
uo 


-10 


-017 

U X / 


-161 


-985 


C d/~ri 1 

bcqUfrllUc 


y 0 d , App 




38 


124 , 


.8 


28, 


. 4 


55611 


15 


us 


-10 


-017 


-161 


-783 


Sequence 


783, App 




39 


124 , 


.6 


28, 


.3 


24446 


17 


us 


-10 


-741 


-601 


-5740 


Sequence 


5740, Ap 


c 


40 


124 . 


.6 


28. 


.3 


389182 


13 


us 


-10 


-087 


-192 


-1102 


Sequence 


1102, Ap 




41 


124 . 


. 4 


28. 


.3 


21913 


10 


us 


-09 


-764 


-891 


-6065 


Sequence 


6065, Ap 




42 


124 . 


.4 


28. 


.3 


21913 


10 


us 


-09 


-764 


-891 


-6066 


Sequence 


6066, Ap 




, 43 


124 . 


.4 


28. 


,3 


21913 


10 


us 


-09 


-764 


-891 


-6067 


Sequence 


6067, Ap 


c 


44 


124 . 


.4 


28. 


.3 


54000 


10 


us 


-09 


-843 


-377 


-11 


Sequence 


11, Appl 


c 


45 


124 . 


.4 


28. 


.3 


54000 


17 


us 


-10 


-819 


-244 


-11 


Sequence 


11, Appl 



GenCore version 5.1.6 

Copyright (c) 1993 - 2004 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: December 22, 2004, 04:16:31 ; Search time 2965 Seconds 

(without alignments) 
5407.582 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-09-925065A-SEQ1 
440 

1 cagagagtgtagtgagccaa caatgcttagctaatttttc 44 0 



Scoring table: 



I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



32822875 seqs, 18219865908 residues 



Total number of hits satisfying chosen parameters: 



65645750 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post -process ing : 



Minimum Match 
Maximum Match 
Listing first 



0% 

100% 

4 5 summaries 



Database : EST: * 



1 


gb_estl : 


* 


2 


gb_est2 : 


* 


3 


gb_htc : * 




4 


gb_est3 : 


* 


5 


gb_est4 : 


★ 


6 


gb_est5 : 


★ 


7 


gb_est6 : 


★ 


8 


gb_gssl : 


* 


9 


gb_gss2 : 


* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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1 


136 . 6 


31 


0 
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7 
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CN274384 


170006000 


c 


2 


135.2 


30 


7 
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8 


AQ013712 


AQ013712 
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3 


133 


30 


2 


3868 


3 


BC033908 


BC033908 


Homo sapi 


c 


4 


132 .2 


30 


0 


582 


6 


CD696556 


CD696556 


EST13079 




5 


131 .8 


30 


0 


571 


4 


BM826251 


BM826251 


K-EST0098 




6 


130.2 


29 


6 


553 


5 
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BQ100951 


ij22b01.y 


c 


7 


130.2 


29 


6 


557 


7 
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CK819114 


if08bl2 .x 




8 


130.2 


29 


6 


560 


4 
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if08bl2.y 


c 


9 


130.2 


29 


6 
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4 
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if08bl2.x 
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X Z 




9 
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ij20b06 .y 




1 7 

X J) 


i ->n 

X o u , 


9 

, z 


9 9 

Z 27 . 


a 

• o 
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7 
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CK823027 


ij22b01.y 
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2 


99 

Z 7 . 


. o 
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O X O 


R 


RO004 714 
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UI-H-EIO- 




1 R 
X o 


x o u . 


9 
. z 


9 9 

Z J . 


. D 


£4 R 
D O 


D 


pdi 9ft OA R 
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K-EST0177 




1 

X o 


1 70 

1 J u 


2 


99 

Z> *7 . 


c. 

• D 


\j t \j 


4 


RT ft 9ft R77 


BI828537 


603078424 




17 
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. D 


9 9 

Z J? . 


2 


Rfi9 
_ J o z 


7 


CKR 97 096 

v_. iVO Z _) VZD 
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/-~> 
\_ 


1 ft 
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X Z o , 




9 9 
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. z 


R 74 
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o 


DO n O O 
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1 97 
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4 
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T49PPP- 1 7 
nzrvt £_j id j 
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c: 


RY 4 ft ft 111 

DAI O O X X X 


RY4ftft1 1 1 

DAI O O X X X 






Z X 
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.6 
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q 
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Dan 1- YT^n 1 

fctii Litjyx 




99 
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.4 
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R 
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Q 
O 
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z 
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Q 

. 
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DA^ / 27 O D Z 
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7 n 
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Q 
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DjD 
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D 
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.2 
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X 
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9 7 
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^ft ft 


D 
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CQQ 
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(_ 


74 
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PM4 7 111ft 
ijlllO 


CN431118 


170005999 
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7 


122 
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41 


120 


.8 


27, 


.5 
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c 


42 
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.6 
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.4 
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Pan trogl 
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43 
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